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A review of transcriptome sequencing in parasitoid wasps
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Abstract There is a complex restrictive interaction between parasitoid wasps and their hosts, which is particularly
important in the biological control of agricultural and forest pests; therefore, the parasitoid wasps have great
prospects for development. The transcriptome can reflect patterns of gene expression under certain conditions.
Transcriptome sequencing derived from high-throughput sequencing technology offers opportunities for studies of
non-model organisms such as parasitoid wasps. On the basis of literatures, we reviewed and analyzed the
progresses in transcriptome sequencing and its applications in parasitoid wasps, including identification of chemical
receptor genes, the host-regulating mechanism of parasitoid wasps, parasitoid wasp-carrying viruses, and diapause
and neuropeptides of parasitoid wasps. Morecover, two future research directions for transcriptomes of parasitoid

wasps were proposed: a combination of omics (transcriptomics, protecomics, metabolomics, etc.) and the third-
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generation sequencing technology.
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